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Claim Listing 

That which is claimed is: 

1 .{Withdrawn) A method to determine the optimal length of an 
immunobiologicaily-active liner peptide epitope of a polypeptide, the method 

comprising the steps of: 

a) providing a curve characterizing the hydrophilicity and/or 
hydrophobicity of the linear sequence of amino acid residues of a polypeptide; 

b) generating at least one potential epitope set comprising at least one 
potential epitope by fitting a window of the curve of step (a) to a mathematically 
generated continuous curve, the continuous curve having repeating values at 
regular inten/als with at least a maximum positive value, the window containing a 
specific number of amino acid residues and the window is lagged through the 
curve of step (a); 

c) increasing the number of residues in the window after each lagging; 

d) determining and ranking potential epitopes for each set by selecting 
potential epitopes having a positive-fit correlation value determined by fitting 
curves in step (b) thereby providing a set of ranked potential epitopes for each 
window of residues used in step (b). the most positive-fit correlation value ranked 
first in each potential epitope set; 

e) examining the positioning of at least the highest ranked potential 
epitopes of each set relative to the linear sequence of the plot of step (a) to 
determine at least one set of potential epitopes that exhibit alternating positioning 
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about an equilibrium position NArfierein the ranking values of the potential epitopes 
coverage towards or diverge away from the equilibrium position; and 

f) designating the potential epitopes of the set having the most 
alternating ranking values that coverage or diverge as the immunologically active 
epitopes which has an optimal length equating to numeric value of amino acid 
residues in the potential epitopes. 

2- (Withdrawn) The method according to claim 1 wherein the mathematically 

generated curve is generated by a negative cosine curve function, 

3. {Withdrawn) A method to determine the optimal length of an 

immunobiologically active linear peptide epitope of a polypeptide characterized 

by a hydrophobic-hydrophilic-hydrophobic motif, the method comprising the steps 

of: 

a) assigning an average hydropathy value to each amino acid of the 
polypeptide; 

b> generating a hydrophillcity plot using the average hydropathy value 

of each amino acid; 

c) fitting the cuive segment of the hydrophillcity plot to a negative 
cosine function, wherein a specific period number values of the negative cosine 
function equates to the number of amino acids in the curve segment, the period 
number increasing within a predetemiined chosen period number range after 
each sequential lagging through the hydrophilicity plot thereby providing fit- 
correlation values for each curve segment across the linear sequence when 
using the specific period number value; 
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d) generating a potential Ho-Hi-Ho epitope set for each specific period 
number value within the chosen period number range, wherein each potential 
Ho-Hi'Ho epitope set contains potential Ho-Hi-Ho epitopes that have a fit- 
correlation value; 

e) ranking each potential Ho-Hi-Ho epitope in the potential Ho-Hi-Ho 
epitope set according to positive fit-con^elation values wherein the epitope having 
highest positive-fit correlation value is ranked number one thereby providing 
ranked Ho-Hi-Ho potential epitopes for each specific period number value; 

f) examining the positioning of at least the highest ranked Ho-Hi-Ho 
potential epitopes of each set relative to the linear sequence of the plot of step 
(a) to detennine at least one set of Ho-Hi-Ho potential epitopes that exhibit 
alternating positioning about an equilibrium position wherein the ranking value of 
Ho-Hi-Ho potential epitopes coverage towards or diverge away from the 
equilibrium position: and 

g) designating the Ho-Hi-Ho potential epitopes of the set having the 
most alternating ranking values that coverage or diverge as the immunologically 
active epitopes which have an optimal length equating to numeric value of amino 
acid residues in the potential epitopes. 

4. (Withdrawn) The method according to claim 3 wherein said hydrophilicity 
curve is generated using Kyte-Doolittle hydropathy values with reserved signs. 

5. (Withdrawn) The method according to claim 3 further comprising 
choosing the potential epitope set having the highest fit conrelation value found in 
step (c) if more than one potential epitope set exhibits the same number of 
alternating ranking as examined by step (f). 
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6. (Withdrawn) A Ho-Hi-Ho epitope of a polypeptide, said Ho-Hi-Ho epitope 
characterized by a hydrophobic-hydrophilic-hydrophobic motif having a optimal 
length of amino acid residues detenmined by method of claim 3. 

7. (Withdrawn) The Ho-Hi-Ho epitope according to claim 6 wherein the 
amino acid residues are altered by replacing amino acids to increase or decrease 
the fit correlation between the hydro philicity curve and the negative cosine curve 
thereby increasing or decreasing the affinity for the epitope by immune 
components. 

8. (Withdrawn) A method for determining the viability of a protein 
comprising; 

a) finding the immunobiologically active epitopes of a polypeptide and 
their optimal length according to the method of claim 3; and 

b) comparing the optimal length found in step (a) to the optimal length 
found in antipolypeptide antisera. 

9. (Withdrawn) A antisera specific for a Ho-Hi-Ho epitope of contiguous 
amino acid residues from a polypeptide wherein said epitope is defined by a 
motif of two hydrophobic and on hydrophilic regions arranged in the following 
manner 

hydrophobic - hydrophilic - hydrophobic 

wherein said epitope has an optimal length of amino acid residues determined by 
method of claim 3, 
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10- (Withdrawn) An antigenic composition comprising a Ho-Hi-Ho epitope of 
contiguous amino acid residues from a polypeptide wherein said epitope is 
characterized by a hydrophobic-hydrophilic-hydrophobic motif having an optimal 
length of amino acid residues detennined by method of claim 3. 

11 . (Withdrawn) The antigenic composition comprising a nucleic acid 
molecule coding for a Ho-Hi-Ho epitope of contiguous amino acid residues from 
a polypeptide wherein said epitope is characterized by a hydrophobic- 
hydrophilic-hydrophobic motif having an optimal length of amino acid residues 
determined by method of claim 3. 

12. (currently amended) A di a g n octic tocting method fond etect l pg a pl oleiD-Qf 

|<nown seque jQce comprising the steps of : 
— provid i ng - o samp le ; 




i i ng said -s omp i o with - a n t i Gera e p ec^fie for a Ho -Hi H o op i topo of 
Gontig uouo am i no ac i d rociduos from a po l ypopt i d o wh o ro i n sa id e pi t o p e^e 
45j»afiagtet4zQd-by- <i hydro phob ic hydrophilic hydroph o bic motif h a v i«g-^ 
optima l le n g th of amino ^d r eBi du es ^tormin e d - b y- o mothod G omprising 

1.1 IKJ \-f I- w f-f N-' V • , 

a)- as oigning an averago hydropathy valuo - to oach orr m o ao \ d of- a 

fr>Artti<'^-ft-'- 

^ goftOf oting a hyd Fo phi li g i ty plot uc i ng tho avo f ago hydropathy va l u e 
ol-eaG>=^ amino ac kt? 

€f fi tting a curvo^ogm e nt of tho hydroph i li^rty - plot to a n eg at i v e co s iri e 
ftmctktf» . wh e r ei n- a- ^oc i fiG p e r i od - numbor vo l uo of th e n egative 
GQGine functiof*- oquat e6 to- tj= K> numb e r of am i no ackiG i n th e curv e 
ocg me n t, t heH-p oriod ni i mh o r I nnm . -^ i Ring - within a pr o dotormin e d 
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th e r e by - providing fit corr e l ati on valu es-fef 
0 3ch cu H T rr r jm nn t . nr-rn nn th Q l i noar -6 oau o nc &- w * ion ucing the 
epQGi fic period numborva l uo: 
d)- gefi orot i ng a- pot e nt i a l- H e-^ 

mjtfobo r v alue - within lh ^- < =J= >"'' - "ri pn ri od numbc M^- va l u e w ittov-the 
ej^g^serv-pefieci-fHtfftb or range, whor o in eae h potontki i Ho - HI - N e 
C Mitupu ' ^ ^ ^ Lo ntain'J pn t n nt inl H o Hi H o-^pitepes- thot hovo o fit 
Gorr ela tk>n va l ue; - 

o) ranidng oach p"t a "tioi - i .L ^ i li Hn np i topo in - tho potont i a )-- Ho - H l- H e 
cpitop o co t o c cor'lin g tn pngit i vo fit corroiotion va l uoo whoroin th o 
epitop e having - h i gh e et -pe o i tivo fit cerro l otion volue is ranked 
f^m bor on o thoroby prov ^€^tf^g-r^fll<etiWe44i^ ^ 
fo r e ach 6< X)Gif i c p e r i o d numb e r - v ahjei 

t). ^xamifwg tho poc i tion i ng of at leant tho h i ghoct ro Ft kod Ho H i Ho 
potential o pitopoc o f e ach o at r el ativo the li nnar e e que F> eo of tho 
plot of ctop (a) to detormin e a t -te aot ono c o t of Ho H i Ho pot e nt ^ at 
upitopoc t h a t ox h ihi t al t n rnnt t ng p>^.> i t ir^ n i nq .-i heut - ^n oQuil i brium 
po G l t i on who r o t n tho ranking valuoo of th e-H o - Hi - Ho -peteBfaat 
opitopoc cci vnrnj'-' tr.t . rnrrir- nr rl i x^er q e ^\ »^ av from tho oqu i l i brii i re 



9f dos i gnati a g tho Ho H i Ho pot e r> tia<^epttep oo - of tho cot having - t j:>e 
me et altornat in g r3n ki n {>- vo l uoG that -s ovorago or divergo - oo th e 
immunol e gipa l ly a ct i vo opitop es- wh i ch h a vo an o p ttfnal l e ng th* 
equ ating to numorio value -e ^mino a c id&HPeeidt^ n th e pot eifttiat 
ep i top es-^ 

^ dotoot i ng thobind i ng of coid ant i e efa- t u a p o lypopt i d o in c ai d ci m plo 

rj^ mining ah optimal imm unobi QiQqica l^-aciiveJi o . fig'- gpitop . e ._Ql^aM 
p xotein of known seQuen ^ft- wherein said protein is Opmp xl sed pf a 
plurality of amino acid s- ^nri wherein ^airi optimal immunobiQlQqicalJ^ 

active iineac_e x?itQBeJS-Jiti^a£l£D^ hvdropbPhic-hycirophiiic- 
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^hnj uP' (Ho-Hi-Ho) motif determined bv _a method comprising tb.e 
RtRps of: 

gsg^|r,ninr | an flvftraae hy dro pathy v?iluo to each oLs . aid plyrality jaf 

gminQji r.ids of said protein of known se tmePgs: 
g^n^ratin ? a hvdroD h i lic i tv plot using said average hydropathy 

value ; 

fijiin<3_ea ch of a olu rpiit y of f^nrve segments of said ta Ld rophilicity 
pl ot to one of 9 plurality of a_neqative co «''"«=^ fi motions, wherein 
of a plurality of a _soecific per i Q . fl numt?er vatues of .- S . a id 

plurality of npqativfi cosine function s equ a teS _t Q 9 P9rtiQ . ^ Jar 
niimher of amino acl d ^^. «^nft of said Plurality of CUQ /.e. 
segments 5;aid period num ber y ^ ue increasing withjo _^ 
predeterrpip ^^ rhnscin period number r an ge a ft er 9 Sgqgent ial 
ig33in£ )j^f oar.h of Raid plural ity of ^'irve f^^^qmftnts throuah_said 
hyrjjY^ philicity plot t h ereby provid ing 3 f it-CQfrel^^tipn v?^|ue for 
oy^ rh of said oiuraiitv of curve se gm e .at P . gprp?? sa i d Known 
^(>r ^l,f^l^c:ei of saiH protein when usinQ on e of said P L ui ^lity pf Sald 
period nurpber values: 
jg-ji firatinq a pot en tial Ho-Hi-H o epitop e - S . e t fpr each - O t-Said 
plurality of specific period number valu es within said Chosen 
period num i^t^r ran ge, wherein said po t ential H p-IH jJl o epitope 
sgj_ron Mns at least on e pf^tRHtial Ho-Hi-Ho eoitone iP which 
gaki fit-correlation value is positive: 
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r^nkinn Pach of s aid_DQieatial_HQrhii -HP gpitoRR?? Pf saicL poMial 

Mn-Hi-Hf> ftpitnp^ sftt an ri assigning a ranking v9l>^ . eJQ e9Ch Qf 
?taid poten tif^ i Hn-Hi-Ho eDif o pfts according to said fi . t =. CQrrel9tic D 
yalu^^ fifPin said P OtePtial H.C'- Hi-Ho gp j tQpe with a highest 
pr^ojfiw^j t-nnrrRiation value J s ranKec l ,_ aumt>er oriQ , thgrgby 
Pj^jxnHin£ j_a_ ranked H ^-^^'-Hr> potential epitope for e . a . ch of sai d 
piiiralit y_of specifi c pprirwi number values: 
ov^mininq sai d ranking value r^f each Qf q3i<1 pot^nti<»l HO-Hi-Hg 

Q Pft potential Hn-Hi^Ho epitope set tha t .exhibits .aUaEnailog 
p^citinnin g around a o ^ QLiiihriiim position wherein a Plurality Q i 
53;ri__ra_nk!n g values _QL.^ajiL,PQteDtiai_ Ho-Hi-ldo _£^^ 
^^pw^rq ^ towp.rds or diveroe awav f rQ . m said - e jjmtMjjm 
positiQn L,ami 

glesignaiina.each_QLs.ai e pitopes , wherein sa id 

rgnkinp vaiues exhibit a m ost alte rna ti ng ranKigg - Vaiue tha t 

r,or>v ftrges or diverges f rom said eouilibrium-Ppy^ition aS said 

optimal immnnnbioioqic al l v act i v e fiP'tope whergin a .n u meiig 

x£g1lj fi_of amino _acid in said p otential Hq- Hi-Hq epitopes is equ al 

f^po r^f ^aid plurality of s pecific_pe.dQiLniimt2e. LvaU Qf said 

negative_c o.'^'"<^ tiinction: 
.. ynthRsizina aU easLQne_Ogt P . Tid<=^ corresponding fo at least m oiiL^aM 
/^ptim^ l immijnobiolO 0ir:allv active linear epitOP-e i 
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nte gtinq at iea s t one ant isem a gainst said synthesized Peptideg 
gnrrfispondinn t/^ f.t If^^ st nna of said optimal immunQb.lQ l o g 'Cglly aCtive 

lipgar epitope: 

lac pviding a sa m ple to be anal V 7 fiyi for protein of known sequence ; 
«7t7n tactinQ said sample with sa id at least o , a e_ aptisgr9: and 

Hptgii^in g a binding o * «^aid antisfira to said PCOt ein of sgid §a . mple . thereb y 
indicating p r esence of sai d prpt gin in . said sample . 

13. (Withdrawn) A method to determine the optimal length of an 
immunobiologically-active linear peptide epitope of a polypeptide, the method 

comprising the steps of: 

a) providing a hydrophilicity and/or hydrophobicity plot 

generated for an amino acid linear sequence of a polypeptide; 

b) fitting the plot of step (a) to a mathematically generated 
continuous curve thereby generating potential epitope sets which include ranked 
potential epitopes having a specific number of amino acid residues; and 

c) comparing the sets of ranked potential epitopes to other 
generated data to determine the immunobiologically-active linear peptide epitope 
and its optimal length. 

14. (Withdrawn) The method according to claim 13 wherein the other 
generated data of step (c) is selected from the group consisting of: comparing 
magnitude of oscillating behavior, comparing the ranked potential epitopes with 
other epitopes generated by propensity scales, comparing with a previously 
generated plot and combinations thereof. 
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15. (Withdrawn) A method to determine the optimal length of an 
immunobiologicaily-active linear peptide epitope of a polypeptide, the method 
comprising the steps of: 

a) fitting a hydrophilicity and/or hydrophobicity plot generated for the 
amino acid linear sequence of a polypeptide to a mathematically generated 
continuous curve thereby generating potential epitope sets which include ranked 
potential epitopes having a specific number of amino acid residues, the 
mathematically generated curve having at least a maximum positive value; 

b) positioning the ranked potential epitopes for each set on the 
hydrophilicity and/or hydrophobicity plot to determine the oscillating behavior of 
the numeric value of ranked potential epitopes; and 

c) deeming the potential epitopes that exhibit the most alternating 
positioning about an equilibrium position when juxtaposed on the hydrophilicity 
and/or hydrophobicity plot as the theoretical epitomes and their optimal length 
corresponds to the specific number of amino acid residues In the set of ranked 
potential epitopes. 

16, (Withdrawn) The method according to claim 15 wherein said 
hydrophilicity curve is generated using Kyte-Doolittle hydropathy values and the 
mathematically generated curve is generated by a negative cosine function 
having a period number equivalent to the window of residues. 

17, (Withdrawn) A Ho-Hi-Ho epitope of a polypeptide, said Ho-Hi-Ho epitope 
characterized by a hydrophobic-hydrophilic-hydrophobic motif having an optimal 
length of amino acid residues determined by method of claim 16, 
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18. (Withdrawn) A antisera specific for a Ho-Hi-Ho epitope of contiguous 
amino acid residues from a polypeptide wherein said epitope is defined by a 
motif of two hydrophobic and one hydrophilic regions arranged in the following 
manner 

hydrophobic-hydrophilic-hydrophobic 

wherein said epitope has an optimal length of amino acid residues determined by 
method of claim 1 5. 

1 9. (currently amended) A diogno c tic t octing method for detectim^ protein Of 
known ,s e-Qil^D£^ comprising the steps of. 



co nt i guou c a m i no ac i d r e s ic hjos from a- p ol ypopt i d Q - wher ei n said opitop e i e 
Gharact ^ pfeod by a hy€ ^f ophob i c - hy d^Fo ph ili c - hyd ^ r op hob i c mot -i ^oving 
opt i mal le ngth of am i no acid residu e s d o te ff nin e d a nx>thod compri &mg 
tj= K> - stopB of: 

£lgiftmi[nin g an op ti mal immun o bloloqicallV - a ctivf? lin^f^r peptide ep itOR^-Of 
eoiH prnt^in. vA/hPrpin sai d protein is_C Omprised - Of B plurglitV _ Qf ^mino 
a cids- wherein said optimal immunobiologicallv a cTiVfi linear peptide 
e pitope is_characterize. d _^>y ^ Hy dro phobic-Hvdrophilic-Hvdr QJ Phobic (Hq - 
Hi-Ho) motif determined>y method c omprisinq tb . e Steps of; 

<-a) fitting a hydrophilicity/ af*<^ hydrophobicity plot generated for the-.s^ 
amffi o ocid linoar protein of known sequence of a polyp epti^ to a 
mathematically generated continuous curve thereby generating at 
Iga ^l^ one potential Ho-Hi-Ho epitope set^ which i nclud e 
includes at least one ranked potential MOrMi-Hp epitopes epitope ^ 
wherein one„of a pluralitv_Qf a numeric va lu ^ is assigne d to each of 
gakL_PQ-t ^ntial Ho-Hi-Ho epitope ^^t oorresPondinQ to a fi tr 



1111 \—f\-/t i\CTVrtn 




sp e cific fo f- 
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r-orr fi'ation valu e of said hv droDhilicitv/hvdrophobicitV plQ* tp SalCt 

mathematically genera ted £QnlLD.u, ous ggrvA — whgrgin — ssM 

mathematically gftnRrated rnntinuous cuive haft a OeriOCi equal tp 9 
h aving a cpoG i fic number -€rf number of amino aeid acids rooiduos. 
th© c orresponding to the le n gth of said pot e ntial H p - H i d d Q ePltQpe. 
said mathematically generated curve having at-teaet a maximum 
positive value; 

^ positioning the said at least one ranked potential b.o -Hi-Ho epftQ jas 
^pit^pee fer — ©a€^:l — sb^ on t**e said hydrophilicityZ — and/or 
hydrophobicity plot to determine t**© an oscillating behavior of the 
paid plurality of numeric values of saisLaUfiasLons ranked potential 
H<;^-Hi-Hn epitope epitopes: and 

(e) deeming the each of said olucalitv of ranKed potential Ho-Hi-Ho epitQpff . 
epitopes that exhibit tlw a most alternating position about an 
equilibrium position when juxtaposed on the said hydrophilicityZ 
and^oF hydrophobicity plot as tho thoorotica l opitop e e fia'd QPtimal 
immunobiologicallv ac tive linear peptide epitope. whe.rei D_said 
f^j^ ^q) immiinr>biolor |ir.all v activ e linear oeotide epitOPQ and thdif 
its optimal length corresponds to tho cpocif i c a number of amino 



synthesizi n g at least one peptid e r.onrespondina to at least-O J ie pf 59'^ 

O ptimal immu no biologically active linear er >itQPs: 
creating at least one anti s era against said synthesized PgPt LdfiS 

rnrrf^s pondina to at leafit one of said opt i m a l i mm u /IObiQlpqicallY - a ctive 

linear epi tQ.P£: 



providin g a samnle to be analyzed for said protein o f kngwn ^gquencg: 
contacting said s ample with sa id_ at least pne aP il fi . ^ra: gnci 
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df^tecting a hjndinq of said antisem tn said nmtein of said sample, thereby 
inriir:atipi 3 presenceof said prot ein in saicLa amcde. 
20. (Withdrawn) A antigenic composition comprising a nucleic acid molecule 
coding for an epitope of contiguous amino acid residues from a polypeptide 
wherein said epitope has an optimal length of amino acid residues detemnined by 
method of claim 15. 

21 - (new) The method of claim \ ^ wherein said protein is selected from a qro MU 
^^^.i^^jn^ of II .1 \\ II II -4- IL-5. lL-6. lL-7. II -B. IL-9. IL-IQ. lL-11. 
Ij -1 ? IFN-rv IFN-R. IFN-fSR CD2. CD3.CD4. CQ 5 , CDg . CP11A , CP11b . 

r pun nni6. CD18. CP ^1 nnpft. CD32. cd34 . C035 ^ a D4Q . CD ^ 
nn4f^. CD54 CD56 K1 . PR. ^-r Mf^, m? Ml^'' I ^^"^^ '-'^P^- 
TAP1. OfV ( A l^- lAtx. I F K IF|^7 IF«. CYP21. C4B nYP?iP. C4A . BF . Q 2. 
u<^ P f^7p./h. TNF-<x. TNF-I^.D.L Qa. H a coi HA?., nPH?. DPa.2. PPgJL 
nP 1 DM 2. DO 3. DQ 1 . DO rPR HR HRP-TO. HLA-B. HLA^C. 

HIA-X. HLA-F HLA-J: H L A-A. HLA -H. HLA-G. — tiLA=E BSE. 

somatotropin. som at nnnF^riins parathomione. FSH. LH . E GF. TShj ^-JHSr 
r^l ^asing factor M f^H r.RHfi PnnF. IGF^I lOF-ll TGF- . GM-gSF. 1^1- 

. CSF. G-CSF1.. erythropoietin. 

^^^tyir jaiarrtnsaminvltransfe r ase. GM2 GD2. G03. MA^F-I. MAeE-2. 
MAGE-3. MUG-7. MUC-3. MUC ^JVLUCrlft IQAM-I . g-CAM. 

HA M , FLAM. NM 2 3. EGFR. E-cadherin. N-CAM. CEA. DCC. PS AJl£l2z 
nf^.i. UTAA. me lanoma antigen n7!=i K19. HKer « nMFl 17. tyrosine 
rglgtfi^ proteins 1 and 2. P97. p& 3 . RB . APC JQ OC NF-1 . NF-2. WT VL 
MEN-I. MEN-II.PRGA1. VH L . F^c MGC. ra s. mvc. neu. raf. eit>. src. fm s. 
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i„r f trk TRt, nsp hst: bcl a h il dc . CI r . FgCtO -L P . FgQtOr -R> 

properdin. C3. C5. C6. C7 C8. C9. Cllnh. Fact o r H. C4b-bindinq protein , 
DAF. memb r ane cofac t or prnti^in. an aph ylatoxin inactivator S Protei O. 
HRF MIRL. nRI r.R9 CR3. CR4. C3a/C4a rece ptpr. H l V Jaag . ppl. qp41 . 
gpi?0, vif tat re v, f ribonucleotide reductase . - 

TIF inP4 ICP8. i r- p?tfi I AT-related P Rt^^in-^ gR- gC. qD. aE. ql. qJ). 
influenza fhema cMDin^.e.ur c>amini(3l a ? . f^ PR1 Pg2 . PA . NP . M i_JVl2^ 
N5i_^'^:} p^pil hnriavinjses (E^. E2. E3 F4 Fi>a . E 5b. ^g. £ 7. L L 
1, 2), adenovirus (E1A. E1B. E2. E3 PP^ 1 1 I ^ . L3 . L4 . L5). ^P$tei Cb 
pta rr Vims (EBNA), Hepatitis B vir us . (qp27' . qp36° . g p 4 2 ' . p2 2 '. p . O .LJ!0 
and nuclear matrix PfOt eiPS. 
22.) (new ) The method nf clai m 1^ wherein said protein is seiggte . d from a . c mQUg 

II -19 IFN-,Y. IFN-R. lFN-65- CD2. CD3 004 CD5. CDg. CPU A, CP11b. 

CD1ir. cni6 nni8 r:D21. CD28. CP32. CD. 34 . CP35 ^ C . D4Q . CP^ 

r:D4.q. CD54 CD5fi K? K1. PR. Oa. Ma. Mf^? Mn1.L MP1.TAP2.LMP7-. 

-TAPi n p i^ p lA^ iFft. IE R2. IE«. CY P ?1 C4B . C YP?1P. C4A . BF . 0 2. 
u^^_njr^f ^ TNF-r. TNF-R.D L Qa. T1 a^Ci 2iJLlA2Jaa^2.-QEffl2^^ 
nP 1 DM 2 no 3 DQ 1-DQ I3)R -BR . HSP-7 - 0 HI A-B. HLA-C , 
H^A-y H'A-F. HIA-I HLA - A HI A-H. HLA-G HI A-F. NQF . 
somatotropin, somatomedins, par athormonfi . FgH . LH. trOF. TSH . TH$- 
r^lA^sino factor. ^ ^-^ ^-RHP Pr>^-F '<^F-' "TC^F- GM-C$F. M- 

ny^F G-CSF1. ervthropQigtin. rllQQ. 

acetylgalactosaminyltra nsf erase. Q M2. QDg. .- Q . n3 MAQE-1. MAGE iZ. 
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MAftF-<^. MLin-1 MUC-2. M UC-3. MU.C^. MUC-18. ICAM-1. C-CAM. V:: 
■QAM, S'.A M. NM23 Fr;FR, F-cadherin. N-CAM. CF A nqc . P$A. Ilgr2- 
rteu. UTA A^_melaao.CDa--anijag. n p7$ . K19 . HKeL - ft PMFI 17. tyrpsia e. 
r^gigwjj r^ti^inc. 1 and 2. d97 r)53. R B . APO PCC NF-1 . NF-2 . WT-1 . 
MFN-I. MEN-11 RRCA1 VHL FCC. MCC. ras. nri v.c neu, r^f, prb. src. frng. 
jli O, trk. ret, qsp hst hd ahil Cm. C 1r 0 1 f ;. C4 . C2 . Fa ct or D . Factor B. 
pr ^pRrdin. C3. C5. C6. C7. C8. CQ Cllnh. Fa ctor H. C4b-bindiHCU2rQt£lQ, 
HAF memhrane cofq rtor protei n ananhvlatoxin inactivator S prpteiC L 
HRF MIRL. CR1. CR2, CR3. CR4. C3a/ C4a recePt or HIV (gag . pqI. qp 41. 
fj piPO. vif. tat, rev, nef. vp r vpn vpx'> HSV rribonucleotic l e re<juct9 . gg .. — : 
T|F , inP4. 1CP8. ICP35 1 AT-rf>lated proteins. qB. aC, q P, q£. ql. qJ). 
inftMcn^:^ /hAmaninff ir^in. neuroaiTiiaiclase^BJ PB?. PA. NPJ^,_A^ 
MS.^I^J n?r'lh"^''^"'-M ff^^ E3. F4. E5a. E5Jr> , Efi , E7 . F9. LL 

I 2V adenovirus F1B F? F3 E4. FS. L1. L2. L3. L4. L5>. Epstein- 

Rarr Virus (EB jviAMie p^titis B virus (<;iO?r. qp 36' . qp42'-. p22^ po'. X) 
and nuclear matrix proteins. 
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